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Marine-derived Actinobacteria are a source of a broad variety of secondary metabolites
with diverse biological activities, such as antibiotics and antitumorals; many of
which have been developed for clinical use. Rare Actinobacteria represent an
untapped source of new bioactive compounds that have been scarcely recognized.
In this study, rare Actinobacteria from marine sediments were isolated from the
Valparaíso bay, Chile, and their potential to produce antibacterial compounds was
evaluated. Different culture conditions and selective media that select the growth of
Actinobacteria were used leading to the isolation of 68 bacterial strains. Comparative
analysis of the 16S rRNA gene sequences led to identifying isolates that belong
to the phylum Actinobacteria with genetic affiliations to 17 genera: Aeromicrobium,
Agrococcus, Arthrobacter, Brachybacterium, Corynebacterium, Dietzia, Flaviflexus,
Gordonia, Isoptericola, Janibacter, Microbacterium,Mycobacterium,Ornithinimicrobium,
Pseudonocardia, Rhodococcus, Streptomyces, and Tessaracoccus. Also, one isolate
could not be consistently classified and formed a novel phylogenetic branch related
to the Nocardiopsaceae family. The antimicrobial activity of these isolates was
evaluated, demonstrating the capability of specific novel isolates to inhibit the growth
of Gram-positive and Gram-negative bacteria. In conclusion, this study shows a rich
biodiversity of culturable Actinobacteria, associated to marine sediments from Valparaíso
bay, highlighting novel rare Actinobacteria, and their potential for the production of
biologically active compounds.
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Introduction
Bioactive compounds are increasingly required for diverse biotechnological applications. One
of the main targets is focused on the discovery of new drugs, such as antibiotics, to combat
antibiotic resistant pathogens (Payne et al., 2007). The problem of multidrug-resistant bacteria on
a global scale is an important challenge. Multi-drug resistant bacteria are generally nosocomial
but one of the most relevant cases, methicillin-resistant Staphylococcus aureus (MRSA), is
also present in community settings, the latter being increasingly more prevalent and virulent
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(Enright, 2003; Chambers and DeLeo, 2009). As a result, there
is a continuous demand to discover new antibiotic compounds.
Despite all chemically synthetic efforts, natural environments
are still the best supplier for these novel compounds (Fenical
and Jensen, 2006; Bull and Stach, 2007). It is crucial that new
groups of microbes from unexplored habitats are pursued as
sources of novel antibiotics and other bioactive compounds
(Magarvey et al., 2004; Goodfellow and Fiedler, 2010). Currently,
the phylum Actinobacteria, especially actinomycetes (order
Actinomycetales), represent the most prominent group of
microorganisms for the production of bioactive compounds,
notably antibiotics and antitumor agents (Stach et al., 2003;
Goodfellow and Fiedler, 2010). Close to 40% of all microbial
bioactive secondary metabolites derive from Actinobacteria,
where approximately 80% of them are produced by the genus
Streptomyces (Goodfellow and Fiedler, 2010; Bérdy, 2012). In fact,
two of the four new classes of antibiotics discovered in recent
years have been derived from actinobacterial strains (Raja et al.,
2003; Hardesty and Juang, 2011).
Marine ecosystems are unique environments, characterized by
high salinity and pressure, low temperatures and variable oxygen
concentrations (Bull et al., 2000). All these conditions have
generated an evolutionary pressure on marine microorganisms,
differentiating them from their terrestrial counterparts, which is
likely to be reflected on the genetic and metabolic diversity of
marine microorganisms (Lam, 2006; Manivasagan et al., 2013).
Although the ecological functions of Actinobacteria in marine
sediments is largely unknown (Duran et al., 2015), they may
play an important ecological role in the biogeochemical cycle
due to their capacity to break down polymeric substances and
turnover organic matter (Stevens et al., 2007). Furthermore,
it has been described that Actinobacteria act as symbionts in
marine sponges (Hentschel et al., 2012). Marine Actinobacteria
have been described as an emerging source for novel bioactive
molecules (Fenical and Jensen, 2006; Lam, 2006; Bull and Stach,
2007; Waters et al., 2010; Imhoff et al., 2011; Zotchev, 2012). The
importance of cultivating these microorganisms is indispensable
for a viable opportunity to biodiscovery (Joint et al., 2010).
From 2005 to date, several novel genera of the so-called rare
Actinobacteria have been discovered frommarine environments,
of which 13 of them have been isolated from marine sediments.
These include Salinispora (Maldonado et al., 2005a), Demequina
(Yi et al., 2007), Aestuariimicrobium (Jung et al., 2007),
Sciscionella (Tian et al., 2009b), Marinactinospora (Tian et al.,
2009a), Paraoerskovia (Khan et al., 2009), Marisediminicola (Li
et al., 2010), Miniimonas (Ue et al., 2011), Spinactinospora
(Chang et al., 2011), Sediminihabitans (Hamada et al., 2012),
Flaviflexus (Du et al., 2013), Mariniluteicoccus (Zhang et al.,
2014a), and Halopolyspora (Lai et al., 2014). Rare Actinobacteria
are considered to be those strains that are less likely to be
cultivated by conventional methods (Lazzarini et al., 2001; Baltz,
2006).
Investigations focused on marine actinobacterial isolates from
Chile have been rather scarce (Jiang et al., 2010; Park et al., 2013),
considering the extensive coast with a wide range of latitudes
that Chile offers. Underexplored marine ecosystems, such as
the Valparaiso Bay, provide access to novel microbial diversity,
which is a crucial characteristic when pursuing novel biologically
active molecules. In fact, a novel compound denominated
thienodolin with a unique mechanism of action has been isolated
from a Streptomyces strain derived from marine sediments in
Valparaíso (Park et al., 2013). However, the precise isolation
conditions were not described. As far as we know, the isolation
of marine Actinobacteria in central Chile has not been previously
described. Consequently, the isolation and characterization of
novel Actinobacteria from marine sediments of the Valparaíso
bay in Central Chile provides the basis for assessing the culturable
biodiversity as well as the potential of these isolates to possess
antibacterial activity.
Materials and Methods
Sediment Sampling
A total of six sediment samples were collected from the bay of
Valparaíso, Central Chile, during late summer in March 2013
(Figure 1). During this time of the year, the temperature of the
surface seawater is in the range from 14 to 17◦C. The temperature
at 10 and 30m depth ranged between 12.5 and 11◦C, according
to CTD measurements at the monitoring station located in
Valparaíso bay. Subtidal zones from Torpederas Beach (33◦1′
11.05′′ S 71◦38′ 43.25′′W) and Punta Ángeles Lighthouse site
(33◦1′ 12.21′′ S 71◦38′ 56.41′′W) were sampled at three different
depths: approximately (from 6.7 to 29.4m) with salinity ranging
from 31.85 to 32.77 g/mL. Marine surface sediments (0–5 cm)
were transferred to sterile conical tubes (50mL) with the help of
scuba divers. Samples were transported to the laboratory on ice
(≤ 1 h) and stored overnight at 4◦C until use. Samples were used
for streaking out primary plates during the following 2 days.
Isolation of Actinobacterial Strains
Five selective media: modified M1 (Mincer et al., 2002), modified
ISP2 (Shirling and Gottlieb, 1966; Magarvey et al., 2004),
modified R2A (Difco), Marine agar 2216 (Difco), and modified
FIGURE 1 | Map showing the sampling locations. Map of Chile. Boxed
region is enlarged in the left bottom panel to emphasize the Valparaíso Region
and boxed region is enlarged in the right panel to emphasize the sampling
sites located near Punta Ángeles Lighthouse and Torpederas Beach.
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NaST21Cx (Magarvey et al., 2004) were prepared with artificial
sea water (ASW) (Kester et al., 1967), with exception of Marine
agar 2216. All isolation media were supplemented with 0.2µm
pore size filtered cycloheximide (100µ g/mL) to inhibit fungal
growth and nalidixic acid (25µ g/mL) to inhibit the growth of
Gram-negative bacteria to favor the growth of slow-growing
Actinobacteria. The preparedmedia were used for the isolation of
actinobacterial strains by either plating directly or using 100µL
of serial dilutions 10−4 and 10−6 from the sediment samples.
Direct plating was carried out by directly streaking sediment
samples onto the agar using a sterile loop. Inoculated plates were
incubated at 20◦C or 30◦C for 6–12 weeks and colonies were
selected based on morphology. After successive transfers, pure
isolates grown in modified TSAmedia (Difco) with ASW at 30◦C
were frozen at −80◦C in 10% TSB medium (Bacto) with ASW
using 20% glycerol for long-term storage.
Molecular PCR Screening of Isolates
To identify potential Actinobacteria within the isolated strains,
an initial PCR screening was accomplished using S-C-Act-0235-
a-S-20 and S-C-Act-0878-A-19 primers specific for amplification
of V3 to V5 regions of 16S rRNA gene from Actinobacteria
(Stach et al., 2003). Genomic DNA was prepared as described
previously (Moore et al., 2004). Each PCR reaction contained
1µL of genomic DNA, 12.5µL of GoTaq Green Master Mix and
0.6µM of each primer in a final reaction volume of 25µL. The
reaction was started with an initial denaturation at 95◦C for 5min
followed by 35 cycles of denaturation at 95◦C for 1min, annealing
at 70◦C for 1min and extension at 72◦C for 1.5min, with a final
extension at 72◦C for 10min. Amplicons were fractioned in 2%
agarose gel electrophoresis and subsequently revealed with SYBR
Green (E-gel, Invitrogen).
Molecular Identification and Phylogenetic
Analysis
For 16S rRNA gene amplification, universal primers 27F and
1492R (Lane, 1991) were used in the PCR reaction. The reaction
mix (50µL) contained 1µL of genomic DNA, 25µL of GoTaq
Green Master Mix and 0.2µM of each primer. The reaction was
started with an initial denaturation at 95◦C for 5min followed
by 30 cycles of denaturation at 95◦C for 1min, annealing at 55◦C
for 1min and extension at 72◦C for 1.5min, with a final extension
at 72◦C for 10min. Products were quantified and submitted for
purification and sequencing toMacrogen Inc. (Seoul, Korea). For
partial sequencing the universal primer 800R was used, whereas
the universal primers 27F, 518F, 800R, and 1492R were used
for almost complete sequencing. The genus-level affiliation of
the sequences was validated using sequences from the BLAST
server from National Center for Biotechnology Information
(NCBI). Sequence alignment and phylogenetic analysis were
performed using Vector NTI v10 software package (Invitrogen).
Tree construction based on the V1 to V9 region of the 16S
rRNA gene sequences was conducted using the neighbor joining
algorithm (Saitou and Nei, 1987) with bootstrap values based on
1000 replications (Felsenstein, 1987) using the MEGA software
version 6.0 (Tamura et al., 2013). The 16S rRNA gene sequences
of the novel isolates were deposited in GenBank under the
accession numbers KM406755-KM406774. In addition, partial
16S rRNA gene sequences of the remaining isolates were
deposited in GenBank under the accession numbers KT152237-
KT152284.
Antibacterial Activity Screening
Representative actinobacterial isolates from Valparaíso were
screened for antimicrobial activity using a qualitative cross streak
method (slightly modified from Haber and Ilan, 2013). For
streptomycete-like strains, four different media were used for
growing each isolate, i.e., Marine agar 2216, modified ISP2,
modified ISP3, and modified TSA. For non streptomycete-like
strains, both modified ISP2, and modified TSA media were
used. Actinobacterial cultures were inoculated as a single middle
line dividing the agar plate into two equal-sized halves. Plates
were incubated at 30◦C for 5–10 days until a visibly well-grown
bacterial dividing line was observed. Five laboratory test strains
(Staphylococcus aureus NBRC 100910T, Listeria monocytogenes
07PF0776, Salmonella enterica subsp enterica LT2T, Escherichia
coli FAP1, and Pseudomonas aeruginosa DSM50071T) were used
to test their susceptibility toward the Actinobacteria. Test strains
were grown overnight on LB medium at 37◦C. A 10µl aliquot
of an overnight culture of test bacteria was inoculated on the
plate, close to the Actinobacteria line. For a homogenous seeding,
test bacteria were streaked outwards to the border of the plate
and subsequently inwards, perpendicular to the Actinobacteria
line, for a total of five streaks. A maximum of three test bacteria
were inoculated on one single plate. Plates were incubated at
37◦C and inhibition was registered both after 24 and 48 h.
Inhibitions were seen as part of the test bacteria line, where
the test bacterium did not grow. Inhibitions were visualized
and ranked as: −, no inhibition; +/−, attenuated growth of
test strain; +, <50% growth inhibition (less than half of the
bacterial line was inhibited); ++, 50% growth inhibition (half of
the bacterial line was inhibited); +++, >50% growth inhibition
(more than half of the bacterial line was inhibited). Duplicates
were performed using an internal control with one of the test
strains.
Results
Isolation of Actinobacteria from Marine
Sediments of Valparaíso
A total of 68 actinobacterial strains were isolated from
six marine sediment samples obtained from two sites
located near the Punta Ángeles Lighthouse (site 1) and
Torpederas Beach (site 2) in Valparaíso Bay in March 2013
(Figure 1). NCBI nucleotide BLAST of the partial 16SrRNA
genes sequences (approximately 600 bp) revealed that the
isolated strains belong to the phylum Actinobacteria with
genetic affiliations to 18 genera, representing seven suborders
and 16 families: Actinomycetaceae, Corynebacteriaceae,
Dermabacteraceae, Dietziaceae, Gordoniaceae,
Intrasporangiaceae, Microbacteriaceae, Micrococcaceae,
Mycobacteriaceae, Nocardiaceae, Nocardioidaceae,
Nocardiopsaceae, Promicromonosporaceae, Propionibacteriaceae,
Pseudonocardiaceae, and Streptomycetaceae. The most abundant
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isolates were affiliated to the genera Rhodococcus, Dietzia,
and Gordonia (Figure 2A), all belonging to the suborder
Corynebacterineae (Figure 3). Only six isolates formed powdery
colonies with well-developed substrate and aerial mycelia and
were considered to be streptomycete-like strains. These strains
were associated with the genera Salinactinospora, Streptomyces,
and Pseudonocardia. Although the strains have these common
characteristics, single colonies have distinctive features including
different times of growth and sporulation. For the strain
belonging to the genus Isoptericola, a well-developed yellow
substrate mycelia was observed but no aerial mycelia or spore,
similar to Isoptericola salitolerans TRM F109T (Guan et al.,
2013). The remaining isolates formed white, yellow, orange, and
red pigmented colonies with no hyphae.
Five culture media were used in order to isolate a diversity
of actinobacterial strains. The use of different culture media
had an important effect on the total number of Actinobacteria
recovered from the sediment samples. The greatest number
of isolates as well as diversity of Actinobacteria was isolated
with modified ISP-2 media yielding 41 strains affiliated to 12
genera, of which six of them were exclusively isolated in this
media. The media that followed in number of actinobacterial
isolates and diversity are Marine agar 2216, modified R2A,
modified M1 and modified NaST21Cx (Figure 2B). There were
substantially more actinobacterial strains isolated from site 1 (52
isolates) in comparison to the 16 isolates from site 2 (Figure 1).
In fact, sample V2 from site 1, collected at a depth of 19.2
m, contributed to the highest number of isolates (Figure S1),
yielding 42 actinobacterial strains affiliated to 10 genera.
Phylogenetic Diversity of Isolated Actinobacteria
The almost complete sequencing of the 16S rRNA gene was
performed to 20 representative actinobacterial strains isolated
from these sediment samples. Comparison of the V1 to V9
region of the 16S rRNA gene sequences (between 1221 and
1321 nucleotides) of 16 of the 20 representative strains was
used to construct phylogenetic trees. Twelve of the twenty
representative isolates shared 99.1–99.9% sequence similarities
with the closest type strains. Although there is no established
sequence similarity cut-off to assign new bacterial species, six
strains exhibited low sequence similarities with validly described
species based on a genus-specific literature search; suggesting
that these strains could represent novel taxons within the phylum
Actinobacteria. These putative novel isolates were affiliated to the
genera: Agrococcus (suborder Micrococcineae), Corynebacterium
(suborder Corynebacterineae), Microbacterium (suborder
Micrococcineae), Rhodococcus (suborder Corynebacterineae),
Salinactinospora (suborder Streptosporangineae), and
Streptomyces (suborder Streptomycineae), representing four
different suborders (Figure 3). Isolate VS4-2 presented 98.3%
sequence similarity to Streptomyces janthinus NBRC 12879T,
possibly indicating a new taxon within the Streptomycetaceae
family. The isolates VA42-3 and VH47-3 form a separate cluster
from close relatives of the genus Streptomyces (Figure 3).
Interestingly, isolate VN6-2 exhibited 93.9% sequence similarity
to Salinactinospora qingdaonensis CXB832T, which was isolated
from a salt pond in Qingdao, China (Chang et al., 2012).
Phylogenetic analysis revealed that isolate VN6-2 forms a
distinct branch together with an unpublished strain from
marine sediment, actinomycete 095-35, which is well supported
(Figure 3). Together with the low sequence similarity, VN6-
2 appears to represent a distinct taxon related with the
Nocardiopsaceae family. The phylogenetic analysis presented
implies a considerable diversity of culturable Actinobacteria
within sea sediments from Valparaíso bay, including the isolation
of rare Actinobacteria.
Antibacterial Activity of Actinobaterial Isolates
All isolates from the Streptomyces genus and one representative
strain of each other genus were evaluated for antibacterial
activity. Isolates were tested for antibacterial activities against
the Gram-negative bacteria Escherichia coli (ECO), Pseudomonas
aeruginosa (PSAU) and Salmonella enterica (SAEN), and
the Gram-positive bacteria Staphylococcus aureus (STAU) and
Listeria monocytogenes (LIMO). Isolates with antibacterial
activity belonged to 10 of the selected strains representing 18
genera (Tables 1, 2).
FIGURE 2 | Diversity of culturable Actinobacteria from Valparaíso. (A) Pie chart representation of the percentage frequency of actinobacterial genera within the
total number of isolates. (B) Number of actinobacterial isolates according to the culture media used.
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FIGURE 3 | Phylogenetic tree of actinobacterial isolates from
Valparaíso bay that belong to the suborders Actinomycineae,
Corynebacterineae, Micrococcineae, Propionibacterineae,
Pseudonocardineae, Streptomycineae, Streptosporangineae and
closely related representative species. The tree was constructed based
on the V1 to V9 region of the 16S rRNA gene sequences using the
neighbor-joining method with the percentage of bootstrap replicates (1000
resamplings) supporting the proposed branching order shown at consistent
nodes (values below 50% not shown). Gene sequence positions 101–1426
were considered, according to the Escherichia coli K12 16S rRNA gene
sequence numbering. Arrow points to the outgroup E. coli K12 (AP012306).
The GenBank accession numbers of 16S rRNA sequences are given in
parentheses. Scale bar corresponds to 0.01 substitutions per nucleotide
positions.
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TABLE 1 | Antimicrobial activity of streptomycete-like strains.
Strain Closest type strain Media Laboratory test strainsa
(Accession N◦) (% Identity)
SAEN STAU PSAU ECO LIMO
VH47-3
MA − − − − −
Streptomyces albogriseolus DSM 40003T ISP2 +/− − − − +
(AY177662) (99.41) ISP3 − − − − −
TSA − − − − −
VA42-3
MA − − − − −
Streptomyces aurantiogriseus CSSP 525T ISP2 +/− − − − −
(AY999773) (99.36) ISP3 − − − − −
TSA − − − − −
VS4-2
MA − +/− − − +
Streptomyces janthinus NBRC 12879T ISP2 +/− +/− − +/− +/−
(AB184851) (98.32) ISP3 − − − − −
TSA − − − − −
VO36-3
MA − − − − −
Pseudonocardia carboxydivorans Y8T ISP2 +/− +/− − − −
(EF114314) (99.86) ISP3 − − − − −
TSA − +/− − − +++
VN6-2
MA − − − +++ +++
Salinoactinospora qingdaoensis CXB 832T ISP2 − +/− − − +/−
(GU253338) (93.92) ISP3 − − − − −
TSA − ++ +/− +++ +++
a SAEN, Salmonella enterica; STAU, Staphylococcus aureus; PSAU, Pseudomonas aeruginosa; ECO, Escherichia coli; LIMO, Listeria monocytogenes; −, no inhibition;+/−, attenuated
growth of test strain; +, <50% growth inhibition; ++, 50% growth inhibition; +++, >50% growth inhibition. Media ISP2, ISP3, and TSA were prepared with ASW.
All streptomycete-like strains showed antibacterial activity
against at least two of the five test strains (Table 1). Although
most strains showed an attenuated growth effect on test bacteria,
the strongest antibacterial effect was shown with the rare
actinobacteria strain VN6-2 against both Gram negative (ECO)
and Gram positive (LIMO) strains. Strain VO36-3 showed
the strongest inhibitory effects against L. monocytogenes. The
various culture conditions used showed a strong influence on the
production of the antibacterial compounds by the isolates.
Fifteen non streptomycete-like strains were evaluated for
antibacterial screening against E. coli, P. aeruginosa, S. aureus,
S. enterica, and L. monocytogenes. Six strains showed at least
one inhibitory effect (Table 2). Isolates VR16-3, VR7-2, VA37-
3, VH49-3, and VD18-3 did not grow enough on ISP-2 media
to perform the antibacterial assay. Hence it was not possible to
evaluate the influence of other culture conditions. Both S. aureus
and L. monocytogenes growth was inhibited when exposed to nine
different actinobacterial genera. P. aeruginosa showed attenuated
growth when exposed to two different actinobacterial genera.
Isolates VP3-3, VP2-3, VO29-3, VO30-3, and VO40-3 showed
the strongest inhibitory effects against L. monocytogenes.
Discussion
Marine sediments may harbor a great diversity of culturable
Actinobacteria (Bredholdt et al., 2007; Gontang et al., 2007;
Solano et al., 2009; Yuan et al., 2014). In this study, a large
culturable biodiversity of Actinobacteria was obtained from
Valparaíso bay, Central Chile. This is unexpected since only a
small number of samples (6) and primary agar plates (90) were
used for isolation. Twenty representative isolates fromValparaíso
bay that were studied in more detail comprise seven of the 14
suborders of the order Actinomycetales. The number of different
genera isolated (18) frommarine sediments of Valparaíso bay was
within the range of other isolation studies frommarine sediments
(Bredholdt et al., 2007; Gontang et al., 2007; Solano et al., 2009;
Yuan et al., 2014; Zhang et al., 2014b). Recently, Yuan et al. (2014)
reported the diversity of actinobacterial isolates belonging to five
suborders (14 genera) from sediments of the Arctic Ocean, using
10 sediment samples and 120 primary plates. The isolation of
25 actinobacterial genera belonging to eight suborders from 225
sediment samples of the Republic of Palau, were achieved using≥
675 primary plates (Gontang et al., 2007). Bredholdt et al. (2007)
isolated Actinobacteria belonging to seven suborders starting
from >2500 Actinobacteria with a small number of sediment
samples (4). The different isolation procedures used in the studies
mentioned above have to be acknowledged. The actinobacterial
diversity in our study is relatively high, when considering the
number of genera vs. the number of isolated actinobacterial
strains. One possible explanation for such culturable diversity
can be due to the hydrographic features (upwelling) present in
Valparaíso bay. It is known that the upwelling phenomenon can
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TABLE 2 | Antimicrobial activity of non streptomycete-like strains.
Strain Closest type strain Media Laboratory test strainsa
(Accession N◦) (% Identity)
SAEN STAU PSAU ECO LIMO
VI37-3
Dietzia maris AUCM A-593T ISP2 nd +/− nd − −
(X79290) (99.92) TSA − − − − +/−
VP3-3
Isoptericola halotolerans NRBC 104116T ISP2 nd ++ nd + ++
(AB489222) (99.15) TSA − +/− − + +/−
VA16-3
Mycobacterium vaccae ATCC15483T ISP2 − − − − −
(X55601) (99.50) TSA − − − − −
VR16-3
Janibacter melonis CM2104T ISP2 NG
(AY522568) (99.58) TSA − +/− − − −
VP2-3
Microbacterium profundi Shh49T ISP2 nd +/− nd − +++
(EF623999) (98.56) TSA − +/− − − +/−
VO29-3
Gordonia bronchialis DSM43247T ISP2 − +/− +/− − −
(CP001802) (99.01) TSA − +/− − − ++
VN12-3
Ornithinimicrobium kibberense K22-20T ISP2 nd +/− nd − +/−
(AY636111) (99.78) TSA − − − − −
VR7-2
Brachybacterium conglomeratum J 1015T ISP2 NG
(AB537169) (99.63) TSA − +/− − − −
VO30-3
Arthrobacter phenanthrenivorans Sphe3T ISP2 − − − − −
(CP002379) (99.92) TSA +/− + − +++ +++
VP22-3
Rhodococcus yunnanensis YIM 70056T ISP2 − − − − −
(AY602219) (98.31) TSA − − − + −
VA37-3
Corynebacterium marinum D7015T ISP2 NG
(DQ219354) (97.63) TSA − − − − −
V040-3
Aeromicrobium alkaliterrae KSL-107T ISP2 − ++ − − ++
(AY822044) (99.08) TSA +/− ++ +/− +/− ++
VH49-3
Flaviflexus salsibiostraticola EBR4-1-2T ISP2 NG
(KC251737) (99.85) TSA − − − − −
VA9-2
Agrococcus baldri IAM 15147T ISP2 − − − − −
(AB279548) (98.90) TSA − − − − +/−
VD18-3
Tessaracoccus flavescens SST-39T ISP2 NG
(AM393882) (99.64) TSA − − − − +/−
a SAEN, Salmonella enterica; STAU, Staphylococcus aureus; PSAU, Pseudomonas aeruginosa; ECO, Escherichia coli; LIMO, Listeria monocytogenes; −, no inhibition;+/−, attenuated
growth of test strain; +, <50% growth inhibition; ++, 50% growth inhibition; +++, >50% growth inhibition. nd, not determined; NG, no growth. Media ISP2 and TSA were prepared
with ASW.
contribute to transporting nutrients to the surface (Giovannoni
and Stingl, 2005). In fact, upwelling regimes are related to the
most biologically productive ecosystems in the ocean (Capone
and Hutchins, 2013).
All genera uncovered in our study from Valparaiso bay
have been previously isolated in diverse marine environments
located in various regions of the world (Helmke and Weyland,
1984; Bruns et al., 2003; Chen et al., 2005; Gontang et al.,
2007; Kageyama et al., 2007; Lee and Lee, 2008; Ben-Dov
et al., 2009; Maldonado et al., 2009; Pimentel-Elardo et al.,
2009; Abdelmohsen et al., 2010; Chang et al., 2011; Tian
et al., 2013; Yu et al., 2013; Yuan et al., 2014), indicating that
these genera are widely distributed in marine environments.
Streptomyces, Rhodococcus, and Micromonospora seem to be
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readily cultured actinobacterial genera in marine sediments
(Colquhoun et al., 1998; Maldonado et al., 2005b; Bredholdt
et al., 2007; Duncan et al., 2015), however this observation relies
on the influence of the culture methods used. In this study,
isolates from the genus Rhodococcus were the most abundant
(Figure 2A). One of these isolates (VP22-3) is probably a new
Rhodococcus species. On the other hand, three representatives of
the Streptomyces sp. were isolated, although this is not surprising
since these microorganisms are susceptible of being cultivated
under laboratory conditions (Fiedler et al., 2005; Maldonado
et al., 2005b; Busti et al., 2006; Bredholdt et al., 2007; Duncan
et al., 2015). One of the Streptomyces isolated in this study (strain
VS4-2) is a good candidate to become a novel species, due to
its relatively low sequence similarity to its closest type strain
(Table 1). Although the other two streptomycete strains (VA42-
3 and VH47-3) that interestingly form a distinct branch within
the Streptomyces clade shared an identical 16S gene sequence
(Figure 3), they are distinct strains due to their differences in
morphological features. Under the same cultivating conditions,
strain VA42-3 grows faster hence sporulates earlier than strain
VH47-3. In this study, Micromonospora strains were not among
the isolates, possibly due to the isolation procedures used. The
taxonomic classification shown in Figure 3 is in agreement
with previous reports (Zhi et al., 2009), with exception of the
suborder Actinomycineae, which forms a distinct branch within
the suborder Micrococcineae. However, this discordance has
been seen in other studies using different methods (maximum
parsimony and maximum likelihood) (Zhi et al., 2009). Along
with the improvement of taxonomic techniques, the phylogenetic
position of members of this suborder have been changed several
times (Zhao et al., 2014).
The phylogenetic analysis for the suborder Corynebacterineae
(Figure 3) provides evidence for the occurrence of novel taxa
in the sea sediments of Valparaíso bay. Isolate VA37-3 appears
to be a new species of Corynebacterium. Interestingly, the
Corynebacterium isolate forms a distinct branch with a validly
described marine species C. marinum D7015T (Du et al., 2010),
isolated from coastal sediments in Qingdao, China. Strains
from this branch have been isolated from sediments across the
Pacific Ocean and notably, do not group with the the validly
described marine species C. maris Coryn-1T isolated from the
Red Sea (Ben-Dov et al., 2009). Something similar occurs with the
Rhodococcus isolate VP22-3, which forms a cluster with a strain
from deep sea sediments of Suruga Bay, Japan (Colquhoun et al.,
1998). It is worthwhile noting that the highest similarities were
shown with isolates derived from various marine environments:
Antarctica, Artic, deep-sea, and coastal sediments, supporting a
marine clade distinct from its closer relatives of terrestrial origin
(data not shown). In the same way, our Microbacterium isolate
VP2-3 groups together with M. profundi Shh49T (Figure 3),
isolated from the East Pacific. However, it does not form a
cluster with the marine-derived Microbacterium, that is, M.
sediminis YLB-01T (Yu et al., 2013), M. hydrothermale 0704C9-
2T (Zhang et al., 2014c), and M. marinum H101T (Zhang et al.,
2012) that were isolated from the Indian Ocean. From an
ecological point of view, some isolates derived from Valparaíso
sea sediments seem to have a common ancestor with strains
that are also isolated from the Pacific Ocean and have less
relation to isolates derived from other oceans, such as the Indian
Ocean. But to further explore the idea of an ocean-specific niche
for microorganisms, a substantially higher number of strains
from different geographical locations need to be isolated and
phylogenetically characterized.
Many of the genera isolated in this study are considered
to be rare Actinobacteria. The term “rare Actinobacteria”
is usually used for strains that are less likely to be isolated
than streptomycete strains (Jose and Jebakumar, 2013). In
our study, these include Agrococcus, Flaviflexus, Isoptericola,
Janibacter, Ornithinimicrobium, and Tessaracoccus. As an
example, the genus Flaviflexus was recently proposed based
on F. huanghaiensis H5T that was isolated from sediment
samples of the coastal area of Qingdao, China (Du et al.,
2013). To date, this genus comprises only two species that
also includes F. salsibiostraticola EBR4-1-2T (Jin et al., 2014).
Generally, these microorganisms have been isolated using
pretreatments or complex enriching techniques (Jensen et al.,
2005; Pathom-aree et al., 2006; Bredholdt et al., 2007; Solano
et al., 2009). Nevertheless, rare Actinobacteria have been
successfully isolated without pretreatments or complex culture
media, including novel taxons. This is the case for isolate VN6-2,
which presented the lowest 16S rRNA sequence similarity
and forms a distinct phylogenetic branch, when compared
to strains from the Nocardiopsaceae family. This novel strain
was isolated with modified ISP-2, demonstrating that it is still
worthwhile to use traditional cultivating methods for isolating
novel Actinobacteria.
It is widely accepted that the discovery of newmicroorganisms
are a good resource for the discovery of new bioactive
compounds. In fact, a novel peptidic antibiotic derived from
a novel genus has been recently discovered (Ling et al., 2015),
which is a new cell wall inhibitor with promising activity against
pathogenic bacteria. In our study, the phylogenetic analysis as
well as the low 16S rRNA gene sequence similarity of isolate
VN6-2 provides evidence that this isolate is a distinct genus that
is related with the Nocardiopsaceae family. This is in agreement
with the rational taxonomic boundaries proposed for high taxa
of bacteria, using 16S rRNA gene sequences (Yarza et al., 2014).
Depending on the culture media, we observed antimicrobial
activity on selected Gram positive (L. monocytogenes) and
Gram negative (E. coli) bacteria. Future efforts will be directed
to investigate these activities as well as its exact taxonomic
position.
One of the aspects of our work was to establish novel bacterial
sources for antibiotic discovery. Ten of the twenty isolates
tested showed antimicrobial activities. Under the cultivating
conditions tested, two streptomycete isolates showed moderate
inhibition (less than half of the bacterial line was inhibited
in the antimicrobial screening test). Since the production of
antimicrobial compounds can be influenced by different factors,
including the nature of the cultivation media, pH and nutrient
availability, appropriate cultivation methods should be addressed
to further exploit these antibacterial activities. It is noteworthy
to highlight the moderate to strong antibacterial activity
(Table 2) shown of isolates VO29-3 (Gordonia sp.) belonging to
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the suborder Corynebacterineae (Figure 3), VP3-3 (Isoptericola
sp.), VP2-3 (Microbacterium sp.), and VO30-3 (Arthrobacter
sp.) belonging to the suborder Micrococcineae (Figure 3). To
our knowledge, antibacterial activities from these genera have
received scarce attention. Antarctic-derived Arthrobacter strains
that showed activity against strains of the Burkholderia cepacia
complex through the production of volatile organic compounds
(Fondi et al., 2012; Orlandini et al., 2013; Papaleo et al., 2013).
A Microbacterium sp. isolated from red algae, has been shown
to have antimicrobial properties against both Gram negative
and Gram positive bacteria (Kanagasabhapathy et al., 2008). In
addition, antimicrobial activity ofMicrobacterium and Gordonia
strains were reported (Graça et al., 2013). In this study, for
the first time an antibacterial activity in an Isoptericola strain
is reported. Recently, two Isoptericola strains isolated from
subseafloor sediments that showed no antimicrobial activity were
described (Ulanova and Goo, 2014). Further experiments will
be carried out to deepen our knowledge on the antibacterial
activities of these novel isolates.
The present study showed a rich biodiversity of culturable
Actinobacteria from marine habitats of the Valparaíso coast
in Central Chile. The 20 selected isolates were grouped into
18 phylotypes representing 16 families belonging to seven
suborders. Interestingly, 10 of these isolates showed antibacterial
activity. The biodiversity of the novel isolates from four suborders
represent a valuable resource for the discovery of biologically
active compounds and biotechnological applications.
Acknowledgments
The authors thank scuba divers from UTFSM and Formasub,
and Fabrizio Beltrametti for his valuable help and advice.
Financial support was provided by FONDECYT 11121571
(http://www.fondecyt.cl) and USM 131342 (http://www.usm.cl)
grants. FC and AU acknowledge PIE>A UTFSM and Conicyt
PhD fellowship, respectively.
Supplementary Material
The Supplementary Material for this article can be found
online at: http://journal.frontiersin.org/article/10.3389/fmicb.
2015.00737
Figure S1 | Distribution of actinobacterial isolates in sediment samples
from site 1 (Punta Ángeles Lighthouse) and site 2 (Torpederas Beach) of
Valparaíso bay. Site 1 comprises samples V1, V2, and V3, whereas site 2
comprises samples V4, V5, and V6.
References
Abdelmohsen, U. R., Pimentel-Elardo, S. M., Hanora, A., Radwan, M., Abou-El-
Ela, S. H., Ahmed, S., et al. (2010). Isolation, phylogenetic analysis and anti-
infective activity screening of marine sponge-associated actinomycetes. Mar.
Drugs 8, 399–412. doi: 10.3390/md8030399
Baltz, R. H. (2006).Marcel faber roundtable: is our antibiotic pipeline unproductive
because of starvation, constipation or lack of inspiration? J. Ind. Microbiol.
Biotechnol. 33, 507–513. doi: 10.1007/s10295-005-0077-9
Ben-Dov, E., Ben Yosef, D. Z., Pavlov, V., and Kushmaro, A. (2009).
Corynebacterium maris sp. nov., a marine bacterium isolated from the mucus
of the coral Fungia granulosa. Int. J. Syst. Evol. Microbiol. 59, 2458–2463. doi:
10.1099/ijs.0.007468-0
Bérdy, J. (2012). Thoughts and facts about antibiotics: where we are now and where
we are heading. J. Antibiot. 65, 1–11. doi: 10.1038/ja.2012.54
Bredholdt, H., Galatenko, O. A., Engelhardt, K., Fjaervik, E., Terekhova, L.
P., and Zotchev, S. B. (2007). Rare actinomycete bacteria from the shallow
water sediments of the Trondheim fjord, Norway: isolation, diversity and
biological activity. Environ. Microbiol. 9, 2756–2764. doi: 10.1111/j.1462-
2920.2007.01387.x
Bruns, A., Philipp, H., Cypionka, H., and Brinkhoff, T. (2003). Aeromicrobium
marinum sp. nov., an abundant pelagic bacterium isolated from the
German Wadden Sea. Int. J. Syst. Evol. Microbiol. 53, 1917–1923. doi:
10.1099/ijs.0.02735-0
Bull, A. T., and Stach, J. E. M. (2007). Marine actinobacteria: new opportunities
for natural product search and discovery. Trends Microbiol. 15, 491–499. doi:
10.1016/j.tim.2007.10.004
Bull, A. T.,Ward, A. C., andGoodfellow,M. (2000). Search and discovery strategies
for biotechnology: the paradigm shift. Microbiol. Mol. Biol. Rev. 64, 573–606.
doi: 10.1128/MMBR.64.3.573-606.2000
Busti, E., Monciardini, P., Cavaletti, L., Bamonte, R., Lazzarini, A., Sosio, M., et al.
(2006). Antibiotic-producing ability by representatives of a newly discovered
lineage of actinomycetes. Microbiology 152, 675–683. doi: 10.1099/mic.
0.28335-0
Capone, D. G., and Hutchins, D. A. (2013). Microbial biogeochemistry of
coastal upwelling regimes in a changing ocean. Nat. Geosci. 6, 711–717. doi:
10.1038/ngeo1916
Chambers, H. F., and DeLeo, F. R. (2009). Waves of resistance: Staphylococcus
aureus in the antibiotic era. Nat. Rev. Microbiol. 7, 629–641. doi:
10.1038/nrmicro2200
Chang, X., Liu, W., and Zhang, X.-H. (2011). Spinactinospora alkalitolerans gen.
nov., sp. nov., an actinomycete isolated frommarine sediment. Int. J. Syst. Evol.
Microbiol. 61, 2805–2810. doi: 10.1099/ijs.0.027383-0
Chang, X., Liu, W., and Zhang, X.-H. (2012). Salinactinospora qingdaonensis gen.
nov., sp. nov., a halophilic actinomycete isolated from a salt pond. Int. J. Syst.
Evol. Microbiol. 62, 954–959. doi: 10.1099/ijs.0.031088-0
Chen, M., Xiao, X., Wang, P., Zeng, X., and Wang, F. (2005). Arthrobacter
ardleyensis sp. nov., isolated from Antarctic lake sediment and deep-sea
sediment. Arch. Microbiol. 183, 301–305. doi: 10.1007/s00203-005-0772-y
Colquhoun, J. A., Heald, S. C., Li, L., Tamaoka, J., Kato, C., Horikoshi, K.,
et al. (1998). Taxonomy and biotransformation activities of some deep-sea
actinomycetes. Extremophiles 2, 269–277.
Du, Z.-J., Jordan, E. M., Rooney, A. P., Chen, G.-J., and Austin, B. (2010).
Corynebacterium marinum sp. nov. isolated from coastal sediment. Int. J. Syst.
Evol. Microbiol. 60, 1944–1947. doi: 10.1099/ijs.0.018523-0
Du, Z.-J., Miao, T.-T., Lin, X.-Z., Liu, Q.-Q., and Chen, G.-J. (2013).
Flaviflexus huanghaiensis gen. nov., sp. nov., an actinobacterium of the
family Actinomycetaceae. Int. J. Syst. Evol. Microbiol. 63, 1863–1867. doi:
10.1099/ijs.0.042044-0
Duncan, K. R., Haltli, B., Gill, K. A., Correa, H., Berrué, F., and Kerr, R. G.
(2015). Exploring the diversity and metabolic potential of actinomycetes from
temperate marine sediments from Newfoundland, Canada. J. Ind. Microbiol.
Biotechnol. 42, 57–72. doi: 10.1007/s10295-014-1529-x
Duran, R., Bielen, A., Paradzik, T., Gassie, C., Pustijanac, E., Cagnon, C., et al.
(2015). Exploring actinobacteria assemblages in coastal marine sediments
under contrasted Human influences in the West Istria Sea, Croatia. Environ.
Sci Pollut. Res. 42, 57–72. doi: 10.1007/s11356-015-4240-1
Enright,M. (2003). The evolution of a resistant pathogen – the case ofMRSA.Curr.
Opin. Pharmacol. 3, 474–479. doi: 10.1016/S1471-4892(03)00109-7
Felsenstein, J. (1987). Confidence limits on phylogenies: an approach using the
bootstrap society. Evolution 39, 783–791.
Fenical, W., and Jensen, P. R. (2006). Developing a new resource for drug
discovery: marine actinomycete bacteria. Nat. Chem. Biol. 2, 666–673. doi:
10.1038/nchembio841
Frontiers in Microbiology | www.frontiersin.org 9 July 2015 | Volume 6 | Article 737
Claverías et al. Rare Actinobacteria from Valparaíso, Chile
Fiedler, H.-P., Bruntner, C., Bull, A. T., Ward, A. C., Goodfellow, M., Potterat, O.,
et al. (2005). Marine actinomycetes as a source of novel secondary metabolites.
Antonie Van Leeuwenhoek 87, 37–42. doi: 10.1007/s10482-004-6538-8
Fondi, M., Orlandini, V., Maida, I., Perrin, E., Papaleo, M. C., Emiliani, G., et al.
(2012). Draft genome sequence of the volatile organic compound-producing
Antarctic bacterium Arthrobacter sp. strain TB23, able to inhibit cystic fibrosis
pathogens belonging to the Burkholderia cepacia complex. J. Bacteriol. 194,
6334–6335. doi: 10.1128/JB.01432-12
Giovannoni, S. J., and Stingl, U. (2005). Molecular diversity and ecology of
microbial plankton. Nature 437, 343–348. doi: 10.1038/nature04158
Gontang, E. A., Fenical, W., and Jensen, P. R. (2007). Phylogenetic diversity
of gram-positive bacteria cultured from marine sediments. Appl. Environ.
Microbiol. 73, 3272–3282. doi: 10.1128/AEM.02811-06
Goodfellow, M., and Fiedler, H.-P. (2010). A guide to successful bioprospecting:
informed by actinobacterial systematics. Antonie Van Leeuwenhoek 98,
119–142. doi: 10.1007/s10482-010-9460-2
Graça, A. P., Bondoso, J., Gaspar, H., Xavier, J. R., Monteiro, M. C., de la Cruz,
M., et al. (2013). Antimicrobial activity of heterotrophic bacterial communities
from the marine sponge Erylus discophorus (Astrophorida, Geodiidae). PLoS
ONE 8:e78992. doi: 10.1371/journal.pone.0078992
Guan, T.-W., Teng, Y., Yang, L.-L., Zhang, X.-P., and Che, Z.-M. (2013).
Isoptericola salitolerans sp. nov., a halotolerant filamentous actinobacterium
isolated from a salt lake, China. Extremophiles 17, 471–476. doi:
10.1007/s00792-013-0531-y
Haber, M., and Ilan, M. (2013). Diversity and antibacterial activity of bacteria
cultured from Mediterranean Axinella spp. sponges. J. Appl. Microbiol. 116,
519–532. doi: 10.1111/jam.12401
Hamada,M., Tamura, T., Shibata, C., Yamamura, H., Hayakawa,M., and Suzuki, K.
(2012). Sediminihabitans luteus gen. nov., sp. nov., a new member of the family
Cellulomonadaceae isolated from sea sediment. Antonie Van Leeuwenhoek 102,
325–333. doi: 10.1007/s10482-012-9742-y
Hardesty, J., and Juang, P. (2011). Fidaxomicin: a macrocyclic antibiotic for the
treatment of Clostridium difficile infection. Pharmacotherapy 9, 877–886. doi:
10.1592/phco.31.9.877
Helmke, E., and Weyland, H. (1984). Rhodococcus marinonascens sp. nov., an
actinomycete from the sea. Int. J. Syst. Evol. Microbiol. 34, 127–138. doi:
10.1099/00207713-34-2-127
Hentschel, U., Piel, J., Degnan, S. M., and Taylor, M. W. (2012). Genomic insights
into the marine sponge microbiome. Nat. Rev. Microbiol. 10, 641–654. doi:
10.1038/nrmicro2839
Imhoff, J. F., Labes, A., and Wiese, J. (2011). Bio-mining the microbial treasures
of the ocean: new natural products. Biotechnol. Adv. 29, 468–482. doi:
10.1016/j.biotechadv.2011.03.001
Jensen, P. R., Gontang, E., Mafnas, C., Mincer, T. J., and Fenical, W.
(2005). Culturable marine actinomycete diversity from tropical Pacific
Ocean sediments. Environ. Microbiol. 7, 1039–1048. doi: 10.1111/j.1462-
2920.2005.00785.x
Jiang, H., Lin, R., Chen, L., Lin, H., Nie, Y., and Lian, Y. (2010). Actinobacterial
diversity of marine sediment samples from Chile. Acta Microbiol. Sin. 50,
862–869.
Jin, L., Ko, S.-R., Lee, H.-G., Kim, B.-H., Kim, H.-S., Ahn, C.-Y., et al. (2014).
Flaviflexus salsibiostraticola sp. nov., an actinobacterium isolated from a biofilm
reactor. Int. J. Syst. Evol. Microbiol. 64, 3293–3296. doi: 10.1099/ijs.0.064907-0
Joint, I., Mühling, M., and Querellou, J. (2010). Culturing marine bacteria - an
essential prerequisite for biodiscovery. Microb. Biotechnol. 3, 564–575. doi:
10.1111/j.1751-7915.2010.00188.x
Jose, P. A., and Jebakumar, S. R. D. (2013). Non-streptomycete actinomycetes
nourish the current microbial antibiotic drug discovery. Front. Microbiol. 4:240.
doi: 10.3389/fmicb.2013.00240
Jung, S.-Y., Kim, H.-S., Song, J. J., Lee, S.-G., Oh, T.-K., and Yoon, J.-H. (2007).
Aestuariimicrobium kwangyangense gen. nov., sp. nov., an LL-diaminopimelic
acid-containing bacterium isolated from tidal flat sediment. Int. J. Syst. Evol.
Microbiol. 57, 2114–2118. doi: 10.1099/ijs.0.64917-0
Kageyama, A., Takahashi, Y., Yasumoto-hirose, M., Kasai, H., Shizuri, Y., and
Omura, S. (2007). Janibacter corallicola sp. nov., isolated from coral in Palau.
J. Gen. Appl. Microbiol. 53, 185–189. doi: 10.2323/jgam.53.185
Kanagasabhapathy, M., Sasaki, H., and Nagata, S. (2008). Phylogenetic
identification of epibiotic bacteria possessing antimicrobial activities isolated
from red algal species of Japan. World J. Microbiol. Biotechnol. 24, 2315–2321.
doi: 10.1007/s11274-008-9746-y
Kester, D. R., Duedall, I. W., Connors, D. N., and Pytkowicz, R. M. (1967).
Preparation of artificial seawater. Limnol. Oceanogr. 12, 176–179. doi:
10.4319/lo.1967.12.1.0176
Khan, S. T., Harayama, S., Tamura, T., Ando, K., Takagi, M., and Kazuo, S.
(2009). Paraoerskovia marina gen. nov., sp. nov., an actinobacterium isolated
from marine sediment. Int. J. Syst. Evol. Microbiol. 59, 2094–2098. doi:
10.1099/ijs.0.007666-0
Lai, H., Wei, X., Jiang, Y., Chen, X., Li, Q., Jiang, Y., et al. (2014). Halopolyspora
alba gen. nov., sp. nov., isolated from sediment. Int. J. Syst. Evol. Microbiol. 64,
2775–2780. doi: 10.1099/ijs.0.057638-0
Lam, K. S. (2006). Discovery of novel metabolites from marine
actinomycetes. Curr. Opin. Microbiol. 9, 245–251. doi: 10.1016/j.mib.2006.
03.004
Lane, D. J. (1991). “16S/23S rRNA sequencing,” in Nucleic Acid Techniques in
Bacterial Systematics, eds E. Stackebrandt and M. Goodfellow (New York, NY:
John Wiley and Sons), 115–175.
Lazzarini, A., Cavaletti, L., Toppo, G., and Marinelli, F. (2001). Rare genera
of actinomycetes as potential producers of new antibiotics. Antonie Van
Leeuwenhoek 78, 399–405. doi: 10.1023/A:1010287600557
Lee, D. W., and Lee, S. D. (2008). Tessaracoccus flavescens sp. nov., isolated
from marine sediment. Int. J. Syst. Evol. Microbiol. 58, 785–789. doi:
10.1099/ijs.0.64868-0
Li, H.-R., Yu, Y., Luo,W., and Zeng, Y.-X. (2010).Marisediminicola antarctica gen.
nov., sp. nov., an actinobacterium isolated from the Antarctic. Int. J. Syst. Evol.
Microbiol. 60, 2535–2539. doi: 10.1099/ijs.0.018754-0
Ling, L. L., Schneider, T., Peoples, A. J., Spoering, A. L., Engels, I., Conlon, B. P.,
et al. (2015). A new antibiotic kills pathogens without detectable resistance.
Nature 517, 455–459. doi: 10.1038/nature14098
Magarvey, N. A., Keller, J. M., Bernan, V., Dworkin, M., and Sherman, D. H.
(2004). Isolation and characterization of novel marine-derived actinomycete
taxa rich in bioactive metabolites. Appl. Environ. Microbiol. 70, 7520–7529. doi:
10.1128/AEM.70.12.7520-7529.2004
Maldonado, L. A., Fragoso-Yáñez, D., Pérez-García, A., Rosellón-Druker,
J., and Quintana, E. T. (2009). Actinobacterial diversity from marine
sediments collected in Mexico. Antonie Van Leeuwenhoek 95, 111–120. doi:
10.1007/s10482-008-9294-3
Maldonado, L. A., Stach, J. E. M., Pathom-aree, W., Ward, A. C., Bull, A. T., and
Goodfellow,M. (2005b). Diversity of cultivable actinobacteria in geographically
widespread marine sediments. Antonie Van Leeuwenhoek 87, 11–18. doi:
10.1007/s10482-004-6525-0
Maldonado, L. A., Fenical, W., Jensen, P. R., Kauffman, C. A., Mincer, T. J.,
Ward, A. C., et al. (2005a). Salinispora arenicola gen. nov., sp. nov. and
Salinispora tropica sp. nov., obligate marine actinomycetes belonging to the
family Micromonosporaceae. Int. J. Syst. Evol. Microbiol. 55, 1759–1766. doi:
10.1099/ijs.0.63625-0
Manivasagan, P., Venkatesan, J., Sivakumar, K., and Kim, S.-K. (2013). Marine
actinobacterial metabolites: current status and future perspectives. Microbiol.
Res. 168, 311–332. doi: 10.1016/j.micres.2013.02.002
Mincer, T. J., Jensen, P. R., Kauffman, C. A., and Fenical, W. (2002).
Widespread and persistent populations of a major new marine actinomycete
taxon in ocean sediments. Appl. Environ. Microbiol. 68, 5005–5011. doi:
10.1128/AEM.68.10.5005-5011.2002
Moore, E., Arnscheidt, A., Krüger, A., Strömpl, C., andMau,M. (2004). “Simplified
protocols for the preparation of genomic DNA from bacterial cultures,” in
Molecular Microbial Ecology Manual, eds G. A. Kowalchuk, F. de Bruijn, I. M.
Head, A. D. Akkermans, and J. D. van Elsas (Netherlands: Kluwer Academic
Publishers), 3–18.
Orlandini, V., Maida, I., Fondi, M., Perrin, E., Papaleo, M. C., Bosi, E., et al.
(2013). Genomic analysis of three sponge-associated Arthrobacter Antarctic
strains, inhibiting the growth of Burkholderia cepacia complex bacteria by
synthesizing volatile organic compounds. Microbiol. Res. 169, 593–601. doi:
10.1016/j.micres.2013.09.018
Papaleo, M. C., Romoli, R., Bartolucci, G., Maida, I., Perrin, E., Fondi,
M., et al. (2013). Bioactive volatile organic compounds from Antarctic
(sponges) bacteria. N. Biotechnol. 30, 824–838. doi: 10.1016/j.nbt.2013.
03.011
Frontiers in Microbiology | www.frontiersin.org 10 July 2015 | Volume 6 | Article 737
Claverías et al. Rare Actinobacteria from Valparaíso, Chile
Park, E.-J., Pezzuto, J. M., Jang, K. H., Nam, S.-J., Bucarey, S. A., and
Fenical, W. (2013). Suppression of nitric oxide synthase by thienodolin in
lipopolysaccharide-stimulated RAW264.7murinemacrophage cells.Nat. Prod.
Commun. 7, 789–794. doi: 10.1016/j.phytol.2011.07.009
Pathom-aree, W., Stach, J. E. M., Ward, A. C., Horikoshi, K., Bull, A. T., and
Goodfellow, M. (2006). Diversity of actinomycetes isolated from Challenger
Deep sediment (10,898 m) from the Mariana Trench. Extremophiles 10,
181–189. doi: 10.1007/s00792-005-0482-z
Payne, D. J., Gwynn, M. N., Holmes, D. J., and Pompliano, D. L. (2007). Drugs for
bad bugs: confronting the challenges of antibacterial discovery. Nat. Rev. Drug
Discov. 6, 29–40. doi: 10.1038/nrd2201
Pimentel-Elardo, S. M., Scheuermayer, M., Kozytska, S., and Hentschel, U. (2009).
Streptomyces axinellae sp. nov., isolated from the Mediterranean sponge
Axinella polypoides (Porifera). Int. J. Syst. Evol. Microbiol. 59, 1433–1437. doi:
10.1099/ijs.0.007856-0
Raja, A., LaBonte, J., Lebbos, J., and Kirkpatrick, P. (2003). Daptomycin. Nat. Rev.
Drug Discov. 2, 943–944. doi: 10.1038/nrd1258
Saitou, N., and Nei, M. (1987). The neighbor-joining method: a new method for
reconstructing phylogenetic Trees.Mol. Biol. Evol. 4, 406–425.
Shirling, E., and Gottlieb, D. (1966). Methods for characterization of Streptomyces
species. Int. J. Syst. Bacteriol. 16, 313–340. doi: 10.1099/00207713-16-3-313
Solano, G., Rojas-Jiménez, K., Jaspars, M., and Tamayo-Castillo, G. (2009). Study
of the diversity of culturable actinomycetes in the North Pacific and Caribbean
coasts of Costa Rica.Antonie Van Leeuwenhoek 96, 71–78. doi: 10.1007/s10482-
009-9337-4
Stach, J. E. M., Maldonado, L. A., Ward, A. C., Goodfellow, M., and Bull, A. T.
(2003). New primers for the class Actinobacteria: application to marine and
terrestrial environments. Environ. Microbiol. 5, 828–841. doi: 10.1046/j.1462-
2920.2003.00483.x
Stevens, H., Brinkhoff, T., Rink, B., Vollmers, J., and Simon, M. (2007). Diversity
and abundance of Gram positive bacteria in a tidal flat ecosystem. Environ.
Microbiol. 9, 1810–1822. doi: 10.1111/j.1462-2920.2007.01302.x
Tamura, K., Stecher, G., Peterson, D., Filipski, A., and Kumar, S. (2013). MEGA6:
molecular evolutionary genetics analysis version 6.0. Mol. Biol. Evol. 30,
2725–2729. doi: 10.1093/molbev/mst197
Tian, X.-P., Long, L.-J., Li, S.-M., Zhang, J., Xu, Y., He, J., et al. (2013).
Pseudonocardia antitumoralis sp. nov., a deoxynyboquinone-producing
actinomycete isolated from a deep-sea sediment. Int. J. Syst. Evol. Microbiol.
63, 893–899. doi: 10.1099/ijs.0.037135-0
Tian, X.-P., Tang, S.-K., Dong, J.-D., Zhang, Y.-Q., Xu, L.-H., Zhang, S.,
et al. (2009a). Marinactinospora thermotolerans gen. nov., sp. nov., a marine
actinomycete isolated from a sediment in the northern South China Sea. Int. J.
Syst. Evol. Microbiol. 59, 948–952. doi: 10.1099/ijs.0.005231-0
Tian, X.-P., Zhi, X.-Y., Qiu, Y.-Q., Zhang, Y.-Q., Tang, S.-K., Xu, L.-H., et al.
(2009b). Sciscionella marina gen. nov., sp. nov., a marine actinomycete isolated
from a sediment in the northern South China Sea. Int. J. Syst. Evol. Microbiol.
59, 222–228. doi: 10.1099/ijs.0.001982-0
Ue, H., Matsuo, Y., Kasai, H., and Yokota, A. (2011).Miniimonas arenae gen. nov.,
sp. nov., an actinobacterium isolated from sea sand. Int. J. Syst. Evol. Microbiol.
61, 123–127. doi: 10.1099/ijs.0.019596-0
Ulanova, D., and Goo, K.-S. (2014). Diversity of actinomycetes isolated
from subseafloor sediments after prolonged low-temperature storage. Folia
Microbiol. (Praha). 60, 211–216. doi: 10.1007/s12223-014-0361-z
Waters, A. L., Hill, R. T., Place, A. R., and Hamann, M. T. (2010). The
expanding role of marine microbes in pharmaceutical development.
Curr. Opin. Biotechnol. 21, 780–786. doi: 10.1016/j.copbio.2010.
09.013
Yarza, P., Yilmaz, P., Pruesse, E., Glöckner, F. O., Ludwig, W., Schleifer, K.-H.,
et al. (2014). Uniting the classification of cultured and uncultured bacteria and
archaea using 16S rRNA gene sequences. Nat. Rev. Microbiol. 12, 635–645. doi:
10.1038/nrmicro3330
Yi, H., Schumann, P., and Chun, J. (2007). Demequina aestuarii gen. nov., sp.
nov., a novel actinomycete of the suborder Micrococcineae, and reclassification
of Cellulomonas fermentans Bagnara et al., 1985 as Actinotalea fermentans
gen. nov., comb. nov. Int. J. Syst. Evol. Microbiol. 57, 151–156. doi:
10.1099/ijs.0.64525-0
Yu, L., Lai, Q., Yi, Z., Zhang, L., Huang, Y., Gu, L., et al. (2013). Microbacterium
sediminis sp. nov., a psychrotolerant, thermotolerant, halotolerant and
alkalitolerant actinomycete isolated from deep-sea sediment. Int. J. Syst. Evol.
Microbiol. 63, 25–30. doi: 10.1099/ijs.0.029652-0
Yuan, M., Yu, Y., Li, H.-R., Dong, N., and Zhang, X.-H. (2014). Phylogenetic
diversity and biological activity of actinobacteria isolated from the Chukchi
Shelf marine sediments in the Arctic Ocean. Mar. Drugs 12, 1281–1297. doi:
10.3390/md12031281
Zhang, D.-F., Wang, H.-F., Xiong, Z.-J., Tian, X.-P., Liu, L., Zhang, X.-M., et al.
(2014a). Mariniluteicoccus flavus gen. nov., sp. nov., a new member of the
family Propionibacteriaceae, isolated from a deep-sea sediment. Int. J. Syst.
Evol. Microbiol. 64, 1051–1056. doi: 10.1099/ijs.0.058404-0
Zhang, G., Cao, T., Ying, J., Yang, Y., and Ma, L. (2014b). Diversity and novelty
of actinobacteria in Arctic marine sediments. Antonie Van Leeuwenhoek 105,
743–754. doi: 10.1007/s10482-014-0130-7
Zhang, L., Xi, L., Ruan, J., and Huang, Y. (2012). Microbacterium marinum
sp. nov., isolated from deep-sea water. Syst. Appl. Microbiol. 35, 81–85. doi:
10.1016/j.syapm.2011.11.004
Zhang, Y., Ren, H., and Zhang, G. (2014c). Microbacterium hydrothermale sp.
nov., an actinobacterium isolated from hydrothermal sediment. Int. J. Syst.
Evol. Microbiol. 64, 3508–3512. doi: 10.1099/ijs.0.061697-0
Zhao, K., Li, W., Kang, C., Du, L., Huang, T., Zhang, X., et al. (2014).
Phylogenomics and evolutionary dynamics of the family Actinomycetaceae.
Genome Biol. Evol. 6, 2625–2633. doi: 10.1093/gbe/evu211
Zhi, X.-Y., Li, W.-J., and Stackebrandt, E. (2009). An update of the structure
and 16S rRNA gene sequence-based definition of higher ranks of the class
Actinobacteria, with the proposal of two new suborders and four new families
and emended descriptions of the existing higher taxa. Int. J. Syst. Evol.
Microbiol. 59, 589–608. doi: 10.1099/ijs.0.65780-0
Zotchev, S. B. (2012). Marine actinomycetes as an emerging resource
for the drug development pipelines. J. Biotechnol. 158, 168–175. doi:
10.1016/j.jbiotec.2011.06.002
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2015 Claverías, Undabarrena, González, Seeger and Cámara. This
is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) or licensor are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.
Frontiers in Microbiology | www.frontiersin.org 11 July 2015 | Volume 6 | Article 737
